CI structural proteins:

>gi|11467066|ref |NP_042542.1| NADH dehydrogenase, subunit 1 [Acanthamoeba castellanii], 369
aa, 2706 checksum.

MVSLTVYFILLSLYLILNVILTVAFLTLFERKVLASIQKRKGPNWTGFLG
ILOPLADALKLILKENPVPQNASSVLFFGGPLILLILSLSAWFVIPFNNE
TVVSDINIGILYVFMVSSLNTLNIIVAGWSSNSRYAFLGALRSTIAQVIAY
EVVIGIIIINIIVLSGSLNFLKIVWAQKDLWYAFVLWAQFFLFFIAMLAE
TNRHPFDLAEAESELVSGYNVEHSSVLFALFFLSEYANIILLCHVATILF
LGGWTMPDLYFFIKFFSVEYYVSIDEFFYTLRSNFYYITWIYHSLVYIIK
VYIYLFAFIWVRATLPRYRYDQLMRLGWKVFVPLTIGLVFISISLTLFFD

GFPSEGGYINHFFSSDIFI
>gi|11467058|ref |NP_042534.1| NADH dehydrogenase, subunit 2 [Acanthamoeba castellanii] ------
NOT DETECTED ----, 527 aa, F1l4 checksum.

MNVINFIYSIFDKKLFKCGTISSRGLFYNDLNFFHFEIYFLLALITFLIF
FVILSNKKNYRSYYYLNVGGIFSNLLPFVVILLLIILNTNTNDSYYLFAG
FYYNDAAVVFFKNIILIGFLIFTFAIKQYLSYFKYYDFEFILVLFISLFS
SLLILNSNDLISLFFIIELQSLTFYILVASKQTSSFSTESGLKYFILGCF
SSGIILFGISLIYGFTGLLSYTDLTLFLSEVYVTNFILDSSFFSFSGFLI
GFLLLTVGFLFKLGSAPFHMWMPDVYEGSPLLITAYLSTLPKISLIFVIF
KLYYYVFFEVFLFSQGLFTLTALFSILLGSIAATYQVKLKRMLTYSMITN
TGYLLLGLSFGDISGIYITIFYLISYIFIMIGLFFCFLSLRDRSSGLLVK
RINLFSNLLEVNPSLSFSIFILLFSIAGIPPLLGFYSKFFLFLFSLKYKM
YWMTILFVIFSVVSVFYYIRLVKLMYFNRTTGWIFLYDIPFLNSLIISFI
TIINCLFFFNPNLLFKLIYNFSFYLYI

>gi|11467083|ref |NP_042559.1| NADH dehydrogenase, subunit 3 [Acanthamoeba castellanii], 118
aa, 508 checksum.
MTLEYIYIFIFFWGAFFISCLLIFLSYFLVYQESDIEKNSAYECGFQPFE
DTRSKFNVRYYLIAILFMIFDLEIMYLFPWSISISTGSFFGVWAIFLFLI
ILTVGFIYEWQKGALEWD

>gi|11467057 |ref |NP_042533.1| NADH dehydrogenase, subunit 4 [Acanthamoeba castellanii], 497
aa, 13C checksum.
MAFLLYYTLFISFMLWLAALLIISFSVYGSPEKVKLIKKTSLFFSFFQFI
LITFFWILSDNISVLAEFDIYNFQFYKOWLFLYNFHYVIGMDNISLLFLL
LTFFLTPICILISWNSIKYRYNSFIICLIFITFILFNIFCVLDLVFFYIF
FESILIPMFILIGVWGSROQRKIHAVYQLFFYTLLGSLLMLLGILVIYSHT
QTTDIRVLYNTNFSFYRQLILWASFFFAFCVKVPLFPFHIWLPEAHVEAP
TVGSVILAGVLLKLGTYGLLRFVIPIFCDATYFFLPLVYTLCLLGIIYTC
CSTIRQVDLKKVIAYASVSHMSFVILGLFTSNIQGIGGSVFLMLSHGIVS
SGLFFCIGCVYDRYKTRILRYYSGLVSTMPIFSLCLFILILSNISFPGTS
SFIGEFLILLGLFENNHFAALIATFSIILTAVYSIWLYNRIIFNRLVVNY
YLRFSDFSKKEFVVGFIFCFITILFGLKGSYIISLIEAPLYVYLSFK
>gi|11467062|ref |NP_042538.1| NADH dehydrogenase, subunit 4L [Acanthamoeba castellanii] -----
NOT DETECTED ----- , 103 aa, 1873 checksum.
MTSENIFFLLFFSFVIFFLGILGIFITRKNIIIILVSIELMLLAVNFNFA
IFSVLLEDMFGQVFILYTLTLAGAEAAIGLAILIIFYRIRGIISVNFVTS
LKG

>gi|11467054 |ref |NP_042530.1| NADH dehydrogenase, subunit 5 [Acanthamoeba castellanii], 675
aa, B33 checksum.
MYLLPLLFPLLNLFISCILGKFLGKRVLFVLVINMLFSAIFSFWIFYEVG
INKSVCYIDLGPWFHIGLLKLNWLFLFDSITSVMLVLVVFVSLLVHLYSI
DYMSGDPHIIRFLGYLSLFTFFMLMLVTSGNFVQLFLGWEGVGLSSYLLT
NFWYTRIQANKSAMKAITIVNRFGDFGIYFSLLVIFFFFKSFDFGVVFNLV
QFLDTQPRMSFLGFSLNRVDLIVIFLFLGAIGKSAQLGLHTWLPDAMEGP
TPVSALIHAATMVTAGVFVLIRSSPILEYSSTGLFLVSLIGGLTALFAGT
VGLVQYDIKKVIAYSTCSQLGYMFFACGMSNYSVGLFHLFNHGFFKALLF
LGAGSVIHALLDEQDMRKMGGLIKLMPLTYVAILVGSLSLTGFPFLTGFY
SKEVVLEIAFSKFSINSFFIYWLGVFAAFITSFYSIRLMYLVFFARPNSH
ARAVNSSHESSSFIFYVLAFLGFLSIFIGFIFKDLFIGLGTDFWANSIFN
LYVNSDILYAEFLDYYYKLIPLVFSIVGLFFSLEFVYFVIYDYTVFVVKNK



FFRYAYFFLAKKWYFDLLYNNIFVFNLLSSFYLLTFKIIDRGLIELFGPL
SFVRLINKSSIIFSSFQTGFLYNYIFVVLLGLMFFIKLTSSLFFPSFNSF
FNFGLFICLLSLIIFLSFGNKKQONTI

>gi|11467053|ref |NP_042529.1| NADH dehydrogenase, subunit 6 [Acanthamoeba castellanii], 260
aa, 19CA checksum.
MLTNYLLIIFCFLALFCSFMIIASKNPIHSILYLILVFCNVTFVLIILGV
EFIAITFLIVYVGAIAVLFLFVVMMLNIKILELDEVFWRYIPAGLLISSC
FLFQLFTFVFNFSVVEVFGLFFYNGFYSINKLALNFSEIHTVPSGLLING
IYIFPNLSNLGIDQVFINSIYKEESFFCFVKLNEASTNLLGLSFELTNTE
ILGWLVYTYTFFIFLVVSLILLISMIGSIILVLNONINIKRQVIFRQSLR
DLKSSVSLKN

>gi|11467085|ref |NP_042561.1| NADH dehydrogenase, subunit 7 [Acanthamoeba castellanii], 401
aa, A9 checksum.
MRKNQISPYIKTSKIKNFTMNFGPQHPAAHGVLRLILELDGELVRKADPH
IGLLHRGTEKLIEYKTYIQALPYFDRLDYVSMMSQEHAYSLATEKLLNCN
VPIRAQYIRVIYSELTRILNHILAVTTHAMDVGALTPFLWLFEEREKLME
FYERVSGARMHAAYIRPGGVAQDFPLGLWNDIMQFVEQFFWRLVEVEELL
NGNRIWKQRLVDVGIVTAEEALSHGFSGVMLRGSGIAWDLRKNNPYEVYN
KLNFNIPIGKNGDCYDRYLIRVYEMYESLNITIKQCLTAMPAGLIKVNDKK
ITPPERTDMKYSMESLIHHFKLYSEGFNVPENETYACVEAPKGEFGVYVV
SDGSNKPYRCKIKAPGFLHLQSLNSMSKGHMIADVVTIIGTQDIVFGEID
R

>NAD8, Contig2253 (complete) 247 aa
MYAGRRAVSINRTSPLRGAFILPRASASSTLVATERSVVLATRGVMAGGS
YODEHKRTKLKGAHAEPETLYEDLPTAHLHKNLTWSGLIEGSAHTFALSE
MMRGFMLTLAYMFKPKVTLNYPFEKGPISPRFRGEHALRRYPSGEERCIA
CKLCEAICPAQAITIEAEPRADGSRRTTRYDIDMTKCIYCGFCQEACPVD
AIVEGPNFEFSTETHEELLYNKEKLLANGDQWEPELAANLRADFLYR
>gi|11467084 |ref |NP_042560.1| NADH dehydrogenase, subunit 9 [Acanthamoeba castellanii], 195
aa, 1465 checksum.
MGLNFFMSRKIYYIKLLTGLYKKFIKALIVKKNESNNAYLLVETANFYNL
VFSLORSSLTQFKVLNDVCIVDYPEKIDRFELSYNLSSIKYNFRIFIKTY
TSAYVPSISTLFNSANWIERECWDMFGVFFTNHPDLRRILTDYGFEGFPL
RKDFPLTGYIEIRYDDEKANIVYEPLELSQEYRLFNFTSPWEKIK
>NAD10 Contigll752 (complete), 177 aa
MSSGVTQKLAHFGKPQALTGLSKTEFVISKLDQIVNWIRKGSIWPMTFGL
ACCAVEMMHAAASRYDMDRFGIVFRASPRQSDVMIVAGTLTNKMAPALRK
VYDOMPEPRYVVSMGSCANGGGYYHYSYAVVRGCDRVVPVDIYVPGCPPT
AEALLYGLMQLOQKKIARERNLLSWYRK

>gi|11467055|ref |NP_042531.1| NADH dehydrogenase, subunit 11 [Acanthamoeba castellanii], 675
aa, 498 checksum.
MKNISFKVNDFQYTINNKLTLIQACLKNKVDISRFCFHEKLSIAGNCRMC
LVEDLKQVKPLASCAINVSNSMNIYTNTLKVKKARESVLEFLLANHPLDC
PICDQGGECDLODQSVVFGSDRGRFYEFKRSVEDKDCGPLIKTIMNRCIH
CTRCVRFSNEVAGVNILGVTGRGSKMEIGFYIENLMRSELSGNVIDLCPV
GALTSKPFAFTSRPWELKSYNSIDVLDSLHSNIRVDIRGTKIMRILPRVN
SELNEDWITDKIRFSYDSFRRORLYDPMVKISGSFLKIGWKKAMLFIKKF
FCNFLGFNHSSFIPLRGYIGDYLDLETIYTFKKFLLLNGSNFFLPSSSYN
DLTALYSFNTPLTRLDEGDFCILLDVNLRVELPIVNSRIKQLVSKKMLPV
FVLGFYSNFNYFVKHISNSSKTLLHVLEGSHWLSAKISKKFSSKPIFLIG
DSSSLLKGSLIVPLENFTNVICDNWNGLNIISNDSSYLSTKEFNLSSSHS
ONSHLLNFPINFVLNYDKAVLVDSSAFQIYQGHHGDTNAINSNLIFPSTS
FIEKNSFYSNSLAIVQKTKKILFSPGNSRDDWKILNALIDNFGFSYFKVR
NSFDLVSFLSESTPFILYKRSFSFKCFGFYEQLVYHFFNYFSVNNNYYIY
DSITRNSKIMSLCFNKFKMKGYNFF

>Aca 24 kDa, Contig3477 (complete) 270 aa
MRRATSSLSAVPALRTTGMRATSSLFTSSSSAAMLKSRTLHSSVPRQGDH
GGLSQHRDTPDNTIDTPFDFTEANTVEIKKILAKYPVNYKQAATIPLLHL
AQYQTGGWVPLAAMNKIAKILEIPPMKVYEVATFYTMFNRTKVGKYHVQL
CTTTPCQLGGCGSTVILETIKKHLNIGVGETTADGLFTLTEVECLGACVN



APMLQIGDDYFEDLTPESTVALLETLKAGKTPKVGPQTGGRKNCEGPQGK
TTLFAAPAGPYCRPDLETCA

>51 kDa, Contig6370 (complete) 492 aa
MLRRVAVRSGLAPVTENVAAPAAMALASRRDYTTERSYGNLKDSDRIFTN
LYGEHDIFIKGALARGDWYKTKELLRKGEDWIIKEIKNSGLRGRGGAGFP
SGLKWSFMPKVSDGRPSYLVINADEGEPGTCKDREIMRHDPHKLVEGCLL
AGFSMKAKAAYIYVRGEFVYEINNLQRAIDEAYEAGFLGKNACGSGFDFD
VYVHRGAGAYICGEETSLIESIEGKPGKPRLKPPFPANVGVFGCPTTVTN
VETVAVAPTILRRGAEWFASFGRPKNSGTKLFCISGHVNNPITVEEEMSI
PLKELTIERHAGGVRGGWDNLKAIIPGGSSVPLLPKSICDNVLMDFDALRD
VTSGLGTAAVIVMDKSTDVIAATARLSKFYRNESCGQCTPCREGSPWLWN
VMERMVTGDAKIDEIDMLYELSTQIEGHTICALGDAAAWPVQGVIRHFRG
EMEQRTHDYNSKHGQAIGSATVDEYASRQLHLAKQAPLTFEFVQ

>39 kDa, Contig21164 (complete) 376 aa
MKRVAAQASFAGPRSIATSLSWEGAAGVRGLHVNLQGGRSSVSGVVATVF
GCTGFLGRFVVNRLGKIGSQVIVPYRGEESAFRHLKVMGDLGQIAPVWEFD
LRDKETVRRAVQYSNVVINLLGKRWETRNFSFDDVHPEATRTIAEAAKEA
GVERFIQVSAAGADVNSPSAFARSKGESEKVLREIFPDATILRPTVLYGA
RDNFLVKWGMIARYWPAFVRTLKDTKFQPLYVADMATALMNALADPETAG
KTYELGGPKVYTLEEITELVTRLTFLEPSVVDVPFPALRAFAQVTQPFLR
KPRFTVEELDYWKSGDVVVPENAPLTINNLNFSTEDLTVLEKEAVNFLRL
YRKPATMNLILEDQLDVKSPRARASR

>NADH dehydrogenase Bl4.7 subunit Contig22734 (complete), 196 aa, F9D checksum.
MAHEHDHHTAKDSKKDVEIPDLFGIDALDIHGGEPCLVQGAKMAATSFIA
GSFFGGVLVYWKDVGVVQKRGRFAALQGTLKSIGSYGAFFALVGATYGTA
FCALQHSRTKNDPFNTVLASCAAGGVIGARVNGTVFGSVLGCAVTGGLAA
MGEFFDWTLSPNSAKLFALREQKHQRLLRTSPGVGSDAASSDSDAQ

>15 kDa, Contig2142 (complete) 122 aa
MSTGFGFQGAGRCYPIWRDFALCKNGSANPGECTPFFQDYITCTYGWADP
ENVELFKRQVALSEEQEKWQKQYGKKMAAHVRTFETEAAYEEWKESLGAK
VVETPATMDELNAFTKEKLNPQ

>13 kDa, Contigl4419 (complete) 134 aa
MRRAAPQLSRGMLPAYGRSSSSLLASRATLSSTASRAASSLKLKIPFLGD
TEIALKDDVFRPGVPENPGNLYAPMPAEELTHEIPPKVTHGSTAVCDGGG
GALGHPRIFINLDKPGPHDCGYCGLRFIKEEEHH

>AQDQ, Contig797 (complete) 194 aa
MKRLTIARRPFTFAGATPLYRSAAPLSSQORFLKDIASNSANEAPPNTDA
AQVRLHMATKGNADEVSEERRKSISAVMGTPVEHLKRRVRIYIPARCTMQ
SGVHSATFWKISYPEEEKNHWANPLMGWTATKDPVSNLHVKFDTKEAAVA
FCKQHGLDYEIEDSTTPYENITPNKDYADNFKFKVERSLEPDIY
>PDSW, Contig901l1 (complete) 96 aa
MSSGRAVPDFNDTDFDTEDPVAYQKATRQRVVEHIVATEEMAELQTQLSQ
CYYREGVNYRKKCRPLAEEYMKRLEKWKAYIPPEGEETDSVVRMRS
>PGIV, Contigl3270 (complete) 178 aa
MASTRKEGEQLYADINAGGRTHLDVETTDFNVLVAGAKYTSYMCAAEELD
FLECKAKDENPRACVPENVALTECAHAALDKISRQCASEFDEVVDCLESP
SVHGELSACRQSERDLRVCVQARFGVDVVVEERKRRMASLOTWASTRRRP
QOPTIIRPREQKKVDAAVAKYKKEHDITE

>SDAP (ACP), Contigl6222 (complete) 145 aa
MNRIARPALLRASARAPAFAPVASSLRFSSISSSAALSTTFARRSDAITT
FDYQRRHYGAAAGLSEADARERVIKVVKNFHKVDPNAVNEKSHFINDLGL
DSLDTVELVLGLEDEFCIEIPEEQADKIQTIEDAVSYLVTNPAAK
>B22, Contig8040 (likely complete) 129 aa
MNKGGLSSVANAAVGEAHRRHVCHLYKRALKLQLDWLVKRETWYPEANKT
RALFRQHMNETDPRTISRLVKDTENLLYTYRHPDPYVSPMSEGGTKWQRN
VPVPPEVAENGWAEFDYEEFEQPPPKADF

>B18 , Contigll2 (likely complete) 79 aa
MLISEEEMDAERLPIGYRDYCAHLLVPLNRCRQECFYLPWKCTHERHVYE
GCQYEEYKRRKKWMLIEKEKLKRAQEKQA

>B17.2, Contig24514 (complete) 151 aa



MAKMLTNLRSEVSRRGVLGTLMAWHRGYLRPGVNSVLVGTDERGNRYFEA
TELPFGODRWVEYSTSDDWGHDYDASQVPPAWHAWLHHVHDKPVPHQAVY
SKPHKENKTGSQEAYHPHNYVYGPRVKSTTDPNCEEWDPTRHSPFKENEL

R

>B16.6, Contig3161 (complete) 154 aa
MSQEKGRARYHQEPLFRPEGPEFEPIPLEKRKAFQFRRGPTGKALYAAYF
GVLVAGHYVYATGAWEQRDLYAERQONVWGSVTTYLQAEADRKYLQTRKRS
TDAEEKLLFPKEVSEGKROQLNHEEAQYKTRWVRPATDPFQOWHYVKRTFD

KAQE

>Bl4, Contig8248 (complete) 117 aa
MATSGVATTASRSFADAAARNQHLYRSAMRAAPRITIQMYDLPYNVGQVRS
RIAEEFRKHONVRDPVTMDMLWFKGKSELDETLLTWKQRPHILHYFAPKK
KEESDFLRKFYANEDID

>B13, Contigll269 (complete) 156 aa
MMRRGLTLFASAGVRTVPTSSSRLFLTTSRLASSDAAPSPVPRKNVKAST
GIAGLDVVPNAREVLIGLYNKYLAELQVIEPTSPYRKLVENMTRERLRIV
EENEDIAKIEELIDNGQVEELIQEAMEDIKEVPWWAEHKPWEDSPHKRIP

VFEREF

>B1l2, Contig20711 (complete) 87 aa
MASNPKVSGPFGGPIESWRTHPMLRITHPRDVLPGFGTALGLFAIVCVGE
WMWKSAGAPKLRATGKSAWKDASAAHDDEKVLKSHSH

>B8, Contigl6297 (complete) 121 aa
MSWRARLSTNMQELRFIMCTTSPNSGGVRSFLNSNYAELKKLNPRLPILM
RTGEQAPPKVYARYDWGEERGFDLHNATEKEVEDRVRELTLMGEKMEKSF
ESIPKDRDLIDESDVRKFDTY

>ESSS, Contigl9202 (complete) 157 aa
MRSATRRATLAVPSARSIVSTSSLSSSSRLLATHAAPGVTSAGHDFKADE
HHDDHHHDDHHHEDGPTGYLWSRQPGVKYPRESWEMITYVGIAATLLLGW
VAISKSGKVSVEEFGOMETIARRRREREQGQPQPEPLQLQVDPTKFRKTPQ

VTEHGPQ

>B14.5b, Contig7901 (complete) 98 aa
MATVCVLSGAALGLSSTLYANATIRKTYLLRAPWRHLGGIVGGGLLGYYYH
KLDQHEDAKMAALGKKYREMYGALDNPLLVQPPYLRTSSESKESSSDE

>ASHI, Contigl8207 (complete) 147 aa
MWKQSSRVAVVARSRAVVPSSSGLRRSAGALLPRRAGAETEPEWKLYEEG
DPNLFDNWKGKAPGALAEQVDIDPNDWHAMTPDYDTSVSIQHALISLGTA
FGVLAGFYYFCKATAPEPALIPRNDWRTVPPSIVNDQPGTPYTPRPQ

>MWFE, Contigl5263 (complete) 79 aa
MSKAYGLFYSWELLPALTVMGVFLTTVPMGTYAGFKLILGEPKKIAAKAT
EYESELRNHNHGVKKRYYGHSKTASSETH

>NADH dehydrogenase B1l5 subunit Contigl4886 (complete), 86 aa
MNSNKFYVPRGPRVEHAIKDPATEEWAFYRENTHRYFRMNPKIARKALIW
AVAVPYITYQLTKMAQIEQDNQONPRSQLAVPDRKYL

>AGGG, Contig8792 74 aa, ------ NOT DETECTED -----
MGGDHHAPYKGLDVKLPYGGFHPPPVNRVHKNAALFIGTTMWFWVFWRLK
HDWRHLFTSHRPYEITHEGEDEHH

>putative NADH dehydrogenase 20.9 kDa subunit gl2304.tl (complete), 94 aa
MVVFTEEPKNAVINPKPTYPSILWHMRLSDWGILVGLTGAGVAWGYMAGK
GARKSVALCGGILGFLGGHSIAAQNSAQRLLGRKPNGRPISSEH

>AcCal Contigl7251 (complete)
MMRGLLRRLRPSTPAAVLPTRNGADIPDVPLEKFGLTVPVQATAYNDLYNKHTTLVNLPG
KRPQISSESFVAPSATLVGNVEVWDRASVWYDCVINADTKLIRIGAGTNVQDGTVITEAD
EELTEDHDGSTIVGHWVTIGHRCVLKACTIEDHCLVGMGSVLGAGSYMESHSILGAGSVL
PAWQRIPSGQIWVGNPAKYLRDLTEEEFDFLEKSSAHYTVLSKQHAYEFYLPGHAYIDAE
KKGIQVGYQVEPLSGEESVLLAPNYKEKVSVH

>AcCa2 Contigll877 (complete)
MLKRFSYVLGNTVRETAYALDRVGCRLOGNYAFTEELSRHRRVMGLYDKQPATISQDVFIA
PNASVIGSVSLGEGANVWYGSVLRGDVNDISVGKKSSIGNRSVVHASGGLTTLAPTKIGD
NVVVGDGVVLHGCTLEDECRVDDGAVLNDNVVVEKHATIVGPGAVVTSGKRVPSGQVWAGN
PAKYVRDVSEEEKEFAGWAEKRYTQAKAHLAQTIKLAEEKEVDLLTEDILREMRPGTRFA



D

>NADH dehydrogenase Nuum subunit Contig7424 (complete)
MGGGPRFPFPKWVWSPAGGWWCENPPNAQRNLRIVLGLNFAIAGAVF
FISAANERRLLSHPTIPVPSQRWSAWTKVDDPDYKRKLAAYHKNKKPLWERILPDAMIQD
EHGHH

>NADH dehydrogenase MLRQ ----- NOT DETECTED ---- Contigll127
MOATRRTYNENTKAVWLTLFPVVGGGCLWAAYIGFRTFA
THNDVVLKARGNEPYLMRDSPKLLSRDAAITLADKWSNEMGGDDQFQKPK

>hypothetical NADH dehydrogenase subunit Contigll (and E9BS9UA01C9GEK) (complete)

MADENRDFPEYEAWVKKQSAFARWAIRTRAAIADQDETNNAEYLRHVAKNMIIMKEESYL
WSSSAQRPDDYYKGRSPLTAAYRDHGMFKSPYEIRAKELRGELIRWNHWHSWDLKPSATT
SYPKPPAKYDPLNPTRPNIRKQRLEREAAH

CI-associated proteins:

>Indl/mrp protein Contig23731 (likely complete)
MMRRSVVGAASTRVAGWQKRGYAAMOLSRPVLHGGPQGQGRPLPNKIKLPGVKDITAVAS
GKGGVGKSTVSTNLALAISALGKRVALLDADVFGPSIPRMLNLSEQKPQVTDTQQLLPLS
NYGIKCMSMGFLAEKDSPMIWRGPMVMGALEQVPPVTCQSQLHSLTTRPRMVIDLPPGTG
DTQLTLTQRVQLTGAVIVSTPQDIALEDARRGANMFRKVEVPILGLVENMSYFACPKCGE
VSHIFGHQGARQTAKEMGMDFLGEVPLHMTIRETSDSGRPVVVSQPSSPQAEAFKHIARQ
VLDKIQDPAFRKDQEAPRITIYS

>C80orf38 (phytoene synthase) ContigE80POFO01DU06I (and 2111)
PGP)
MKAMQLSIQRARIVPATTVPLFSSVEQHLLLHRKRKLHSTSAALHGGGKCEHKPTTSGATI
PWTFTPHDEDATTKAPPVRAEKPFSFTPPHPASTSEAGSADTAATAGQFERQGPAPAKQG
GISSLDYCITQSKKLDYEHYLCGMYLPKEARAPYSVLRAFNIETAIIKDIAKQAPLGLMR
IQFWRDLVDKSFKGNPPEHPVAIQITAAMVPRYKWTRTWFTRILNKRAEDIEGRPMPTLAA
LENFTEDTASSLLYLTLESLRIRNMDADHAASHIGKAVGISFLLRGTPYHLQQORQTYLPM
DLLAKHGVSEEAIYQGNLEHAQNLPEVVYEVASAAHAHLKHARELKSTVPKEAYSALYSS
FIAEDYLNKLEKAKFNVFDPALRPTPQOGSLGLQAKLLYNHYVGHKY

(likely complete .. mostly from

>CI assembly methyltransferase C20orf7 Contig2501 (and E9BS9UA(01A74BE) (complete)

MRRAAVLQRANTRSRLPGAFSASSPFARGQIRRLSAEGCNRISCTTTRLAAAPVTMAWSK
RGLASSSDSAEEQRAMNVFNRHVKRLORDRAAADPESQDYDYLRKEIAARLADRLNDILD
REFPSVLALGGAAAGVAEHLQEIPGVKRIVQLDSSPLSLARDQHLDADLAIKPERVVADE
ELTPFEEGTFDLVISNLALHWVNDLPGVLAQIRRVLKPDGLFLASMFGEETLWELRNAFL
VAEQDRDGGISNHVSPFAGVSDVGDLLTRAKFALPTIDQEEVVVDFADAFTLMRDLRGMG
ESNAQHFRRPYVPRSTMYAAAAAYKALYGKEDGRVPATFQVVYMIGWCPHESQQKPKERG
SAQFSLKEFAHSVGELKVVDDNGNEIAPARPGEGPEAGGGDHSCGRH

>midA Contigl13582.t1 (from 13582.tl1l) (likely complete)
MKRITAATRRVVLRGDAALVRCTTSASLCRRGSNNHQIGGLRCNSTNGKPTDGSAQATEE
MTSRAISIDTSGLYKHKPHGPAGNKSADTPLLSHLRANIQVHLAPIVVPKPGAECLRAVS
CRWCLQLRGPISVATYMKEALTNPMHGYYMNKDAFGQKGDFITSPEISQMFGEVLKKTPE
LFGOMTIHMVEVSPYLROQKQAATLGCDPTLLSGDAAKETSSTEDTRDTKPTAGREETGHW
SSPVLTGADGVRVOWHRHFRDVPPGPFLVVAHELFDALPVYHFEYTEKGWLERLVDVDQG
EGPHHLRYVLSPGPTYATMALLRQAGVSTEPKPKLKQKAPTASFSYRGGEDDDDDNDDDN
RPTDGPKVGDRIEVCAEGMALASQISEKIAREQGRGAALVIDYGODRTREDTLRAIKNHK
IQODVLCEPGLADITADVDFSSLRRTAQQTRTPTLLGFCSRKSSRVVWPLMCVVCRVCVPD
SLDHDVRPEAAGPVPAGARHRRSAGHAPQERWRRQVRTVLLVQHTPPHTRHHAHAQRNRT
RCSAQAKDLIAAYERLVDDEQMGLTYKAMTICSLHNVKQPPVGFSL
>Ndufafl/Cia30 Contig5982 NOT DETECTED
MLGRSRAGVGSSVKNLVREALAGPPLLREGAFGGPQARERMLYSFGAGADPAAWEAVTDA
DFGGRSRAKLEPTEQGTWVFSGALDLSTEGTEMKQAGYAGLQPROQRKTIKSLEGFDALEV
RAKTDGRVYIANIKTDSMVKHHLFQAFFTTRKDEWTNVVLPFDRFTLTFQGQVEGESLPI
DPRQFQAVSFLMAERKDGEFRMELEWVKAINTRLRKGARYTGLVHDQD

>NDUFAF3 homolog Contigl7448 (complete) NOT DETECTED
MAAAGPRLPGEYDVFGDGGDGEGSHGNKVMVDGYSGSRFSINGVLLPGPL
FLLPTLPLAWNVTSLDDLSPESLALAYAIRPRVSILILGCGQRIKMINPQ
LRDFFROKGISIEALDTWNAVATWNILNQEDRAVAAALMPFDYE

>Foxredl homolog Contig27121 (and 22107, 24645) NOT DETECTED



MMKCRQPRHLLSARCASPAPAAVVRPVPRHRHSRLLSTSAGGAGGGSIVI
AGGGVVGSSVAYFVARALRSRGQTLASPPPVGRSSEWTVTVVERDPTYRF
ASSTLSASSIRHQFSTPENILIGQYGTEFLRNAGKLLSISDEDEARLSGR
LOEKPQOPOHPALLESNHQLORDLGSDIRFLGSPSEIKAQFPYLHTDDLS
AGCFGASGEGWFDPATLLHGFKRKAAALGVNFVHGEVVGTELEADGPRQOR
VSGVQVTTADGVAHKLSCSHLVNAMGPQAARLSQMMGLTLPVVPRKRCVF
VLRCRDEEVNQAKMPLVIDPSGVYWRPEGCGFIAGVSPLVDPDAHGDFEV
DHDLFEEVIWPVLAHRLPAFEAVKVVGHWAGHYDYNTFDONAILGTHPSV
GNYYHANGFSGHGLQQSPAVGRAVAELLLEGAYKTLDLSMFHFERVLENR
PITELNVV



